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Education 

 
University of Maryland at College Park 

M.A. (1998)  Major: Statistics 
Ph.D. (December 2000) Major: Statistics 
Dissertation:   “Efficient Semiparametric Estimation via Finite Dimensional Likelihoods” 
 
 

Reed College 
B.A. (1993)  Major: Mathematics 
Elected to Phi Beta Kappa Honor Society 
Under graduate thesis “Approach to Randomness of the Bernoulli-Leplace Model of Diffusion” 

 
Experience 

 
National Cancer Institute Mathematical Statistician  (May 2001-present)  

Provides statistical support in the analysis of gene expression and chromosomal abnormalities, particularly 
as they relate to the molecular characterization of Lymphoma.  Acts as Leader of the 
bioinformatics/biostatistics core for the Lymphoma Leukemia  Molecular profiling project.  Develops 
diagnostic tools for lymphoma classification. 
 

National Cancer Institute Post Doctoral Fellow  (Dec. 2000-May 2001)  
 Provided statistical support in the analysis of  micro array data. 
 
Food and Drug Administration  Research assistant  (June 1996-Dec. 1997)  

Worked under an Oak Ridge Fellowship funded by the Institute of Women’s Health.  Analyzed data from 
Large sample clinical trials in order to investigate observed gender differences in mortality from 
Myocardial infarction.  Findings resulted in the paper “Clinical trial (GUSTO-1 and INJECT)  Evidence of 
Earlier Death for men than Women after Acute Myocardial Infarction” 
 

University of  Maryland at College Park  Teaching Assistant (1993-1999) 
 Presented Lectures and led Discussions for undergraduate mathematics courses in topics ranging from 
 introductory statistics to mathematical calculus. 
 
 Los Alamos National Laboratory  Research Assistant  (Summers 1992-1995) 
 Worked on a public-private partnership in the area of neural networked automotive control.  Provided 
 computer an mathematical support for the design and implementation of several neural networked 
 architectures, to be used in controlling fuel injection, anti-lock brakes and four wheel steering.  Wrote the 
 technical report “Using Function Non-Linearity to Determine centers for Local Linear Models.” 
 
Awards 
 Web of Science Highly Cited Researcher (2019)  

NCI Director’s Award of Merit (2018) 
NIH Director’s Award (2010) 
NCI Merit Award (2010)   

 Elected to Phi Beta Kappa  Reed College (1993) 
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